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Sequences producing significant alignments: 




^li^Peanut stripe virus, complete g.. 
PSU34972 Peanut stripe virus mRNA po.. 
[771 Peanut stripe virus, comple. . 
Thermotoga maritima, complete . 



01710. II AE001 710 Thermotoga maritima sect! 

MIAL354976 Human DNA sequence fro.. 

Human DNA sequence fro.. 



AL1 32822. 151HSJ1017F8 



Homo sapiens chromosome 3 clone .. 
Homo sapiens BAC clone RP1 1-1720.. 
Homo sapiens chromosome 3 clone .. 
- . , Hylurdrectonus araucariae elonga. . 
614.17IAC073614 Homo sapiens Xp BAG RP1. . 
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1,079,316 sequences; 4, 832, 507, 720 tota I letters 

If you have any problems or questions with the results of this search 
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